Figure S1: (A) Criteria for scoring the severity of blackleg disease symptoms in Leptosphaeria maculans isolate 03-02 s infected cotyledons at 12 days after inoculation (dai). Cotyledons with 0-5 and 6-9 scores were characterized as resistant and susceptible, respectively. (B) Frequency distributions of disease scores of the 253 BC1 population raised from the resistant (R) and susceptible (S) parental lines, L29 (♀) and L16 (♂), respectively.
Domain analysis was carried out using NCBI conserved domain database (https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi). Domains are indicated by different shapes and colors. NB-ARC. Nucleotide-binding adaptor shared by APAF-1, certain R-gene products, and CED-4, LRR. Leucine rich repeat, TIR. Toll/Interleukin-1 receptor, LRP. Receptor-like kinase protein and FBD. F-box domain etc. Figure S3 : Exon-intron structures and primer positions on the selected six putative R-genes for detecting length polymorphism between blackleg resistant and susceptible cabbage lines.
Primer specifications are shown in Table 3 and the detected polymorphism is shown in Figure 3 . The polymorphic primer set (3F3-3R3, Figure 3 ) is shown in box and the InDel (BLR-C-InDel-F/R) and the HRM (BLR-C-2808) marker developed for detecting blackleg resistant and susceptible genotypes are presented as yellow and green highlighted text, respectively. The 128 bp deleted region of the resistant line is highlighted gray and the C 2808 T SNP within the HRM probe BLR-C-2808-P is shown in green highlighted region.
The SNPs that generated two LRR domains in the resistant line (L29) is highlighted in white text and red background and the genome regions encoding these two LRR domains, LRR-1 and LRR-2 are blue and red underlined, respectively.
Light blue text = 5' and 3' UTR region; bold, red and underlined text = start and stop codons; black text = exon; red and lower case text = intron; shaded single nucleotides = SNPs. The six set of primers (Table S2) Only the plots of representative 96 samples are shown here. The genotyping results of all 253 BC1 lines are shown in Figure 6 and Table S1 and of 30 commercial inbred lines are shown in Figure 7 . 
